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IN THE CLAIMS 

In accordance with the revised format for claim amendments, all claims are 
shown below. Please amend the claims as follows: 

1 . (Currently Amended) A composition comprising a substantially purified 
AvilH peptide, said AvilH peptide comprising a catalytic domain of a glycosyl hydrolase 
family 74 (GH74_Ace) enzyme having at least 70% identity to SEQ ID NO. 3 and a 
carbohydrate binding domain (CBD) m, the catalytic domain GH74_Ace having a 
sequence identical to SEQ ID N(X 3 in each conserved position marked by an asterisk 
(*), as shown below in comparison to Aspergillus aculeatus Avicelase IE (AviIII_Aace): 

GH74_Ace ATTQ P YT W S NVA I GGGG - F VDG I VFNEG A PG I L YVRTD I GGM YRWD AANGRW I PLLDWVG 

Avi I I I_Aac AASQAYTWKNWTGGGGGFTPGIVFNPSAKGVAYARTDIGGAYRLNSDD- TWTPLMDWVG 

* t ** t **** * ***** * *. ******* ** . . . * **.**** 

GH74_Ace WNNWG YNG WS I AAD P I NTN KVWAAVGM YTN S WD PNDG A I LRS S DQG AT WQ I T P L P FKLG 

Avi I I I_Aac NDTWHDWG I D ALATD P VDTDR VYVAVGM YTNE WD PNVG S I LRS TDQGDTWTE T KL P FKVG 

* *. ..*.**..*..*.*******_**** *.****.*** ** * ****.* 

GH74__Ace GNM PGRGMG E RLA VD PNNDN I L YFG A PSGKGLWRSTDS G ATWS QMTN F PD VG T Y I AN P TD 

AviIII_Aac GNM PGRGMG E RLAVD PNKNS I L YFG AR S GHG LW KS TD YG ATW S NVT S FTWTGT Y FQD S S S 

*****************.. ****** **.***;*** *****;;* ★ ***. 

GH74_Ace TTGYQSDI QGWWVAFDKSS SSLGQASKTI FVGVAD PNNPVFWSRDGGATWQAVPGAP - T 

AviIII_Aac T--YTSDPVGIAWVTFDSTSGSSGSATPRIFVGVADAGKSVFKSEDAGATWAWVSGEPQY 

* * ** *.**.**_.** *.*; ******* >f ; t ** ****** * t * * 

GH74_Ace GFIPHKGVFDPVNHVLYIATSNTGGPYDGSSGDVWKFSVTSGTWTRISPVPSTDTANDYF 
AviIII_Aac GFLPHKGVLS PEEKTLYI S YANGAGPYDGTNGTVHKYNITSGVWTD ISP TSLASTYY 

**.*****. * .. ***. .* _*****; ★ * *. .*★* ** *** *_ *_ *; 

GH74_Ace GYSGLTIDRQHPNTIMVATQISWWPDTIIFRSTDGGATWTRIWDWTSYPNRSLRYVLDIS 
AviIII_Aac GYGGLSVDLQVPGTLMVAALNCWWPDELIFRSTDSGATWSPIWEWNGYPSINYYYSYDIS 
**_**..* * * > *.*** : **** .******_****. ** ; * it **_ # * *** 

GH74_Ace AE PWLT FG VQ PNPPVPSP KLGWMD KAMA I D P FNS D RM L YGTGAT L YATND LTKWD S GGQ I 

AviIII_Aac NAPW I QDTT S TDQ F P - - VR VGWMVEALA I D P FD S NHW L YGTG LT VYGGHD LTNWD S KHNV 

**. ..*** **.**★**.*..'***** .***;*★* 

GH74_Ace HIAPMVKGLEETAVNDLISPPSGAPLISALGDLGGFTHADVTAVPSTIFTSPVFTTGTSV 
AviIII_Aac TVKSLAVGIEEMAVLGLITPPGGPALLSAVGDDGGFYHSDLDAAPNQAYHTPTYGTTNGI 

*.** ** **.** * *.**.★* *** *.*. * * . ■*• * ..: 



GH74_Ace DYAELNPSIIVRAGSFDPSSQPNDRHVAFSTDGGKNWFQGSEPGGVTTGGTVAASADGSR 

Avi I I I_Aac DYAGNKPSNIVRSGASDDYP TLALSSNFGSTWYADYAASTSTGTGAVALSADGDT 

*** .*****.*.* .*.*..* *. * *.****** 
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GH74_Ace 
Avilll Aac 



FVWAPGDPGQPWYAVGFGNSWAASQGVPANAQIRSDRVNPKTFYALSNGTFYRSTDGGV 
VLLMSSTSGALVSKSQG TLTAVSSLPSGAVIASDKSDNTVFYGGSAGAIYVSKNTAT 



GH74_Ace 
Avilll Aac 



TFQPVAAGLPSSGAVGVMFHAVPGKEGDLWLAASSGLYHSTNGGSSWSAI -TGVSSAVNV 
SFTKTVS-LGSSTTVNAIR-AHPSIAGDVWASTDKGLWHSTDYGSTFTQIGSGVTAGWSF 




GH74_Ace 
Avilll Aac 



GFGKSAPGSSYPAVFWGTIGGVTGAYRSDDCGTTWVLINDDQHQYGN-WGQAITGDHAN 
GFGKASSTGSYWIYGFFTIDGAAGLFKSEDAGTNWQVISDASHGFGSGSANWNGDLQT 




GH74_Ace 
Avilll Aac 



LRRVYIGTNGRGIVYGDIGGAPSG 
YGRVFRGHERPGHLLRQSQREPAG 



* * . * * . - * . * 



2. (Previously Amended) The composition of claim 1 wherein the AviEI 
peptide is further defined as comprising a linker and a signal sequence. 

3 . (Previously Cancelled) 



carbohydrate binding domain (CBD) m of the Avilll peptide is further defined as 
comprising a length of about 80 to about 150 amino acids. 



carbohydrate binding domain (CBD) HI of the AviEI peptide is further defined as 
comprising a length of about 90 amino acids, 

6. (Previously Amended) The composition of claim 1 wherein the glycosyl 
hydrolase family 74 enzyme catalytic domain is further defined as including a 
polypeptide sequence identical to SEQ ID NO; 3. 

7. (Previously Amended) The composition of claim 1 wherein the 
carbohydrate binding domain (CBD) m is further defined as a polypeptide sequence of 
SEQ ID NO: 4. 



4. 



(Previously Amended) The composition of claim 1 or 2 wherein the 



5. 



(Previously Amended) The composition of claim 1 or 2 wherein the 
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8. (Previously Amended) The composition of claim 1 wherein the 
carbohydrate-binding domain (CBD) EH is further defined as comprising the polypeptide 
sequence of SEQ ID NO: 5. 

9. (Currently Amended) The composition of claim 1 wherein said AviHI 
protein comprises sequences identical to the polypeptides of[-]_SEQ ID NO: 3 and SEQ 
ID NO: 4. 

10. (Currently Amended) The composition of claim 1, the catalytic domain 
GH74_Ace including at least 90% sequence identity SEQ ID NO: 3.7 

1 1 . (Previously Amended) The composition of claim 1 the catalytic domain 
GH74 including at least 80% sequence identity to SEQ ID NO: 3. 

12. (Previously Amended) An isolated AviHI peptide having a polypeptide 
sequence of SEQ ID NO: 1. 

1 3 . (Previously Cancelled) 

14. (Previously Amended) An industrial mixture suitable for degrading 
cellulose, such mixture comprising the AvilH polypeptide of claim 1 . 

15. (Original) The industrial mixture of claim 14 further defined as 
comprising a detergent. 

28. (Previously Amended) An isolated polypeptide molecule comprising at 
least one polypeptide sequence selected from the group consisting of: 

a) a polypeptide sequence of SEQ ID NO: 3; 

b) a polypeptide sequence of SEQ ID NO: 4; 

c) a polypeptide sequence of SEQ ID NO: 5; 
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d) a polypeptide sequence of SEQ ED NO: 1 ; and 

e) combinations thereof. 

29. (Previously Cancelled) 

30. (Original) A fusion protein comprising the polypeptide of claim 28 and a 
heterologous peptide. 

3 1 . (Original) The fusion protein of claim 30, wherein the heterologous 
peptide is a substrate targeting moiety. 

32. (Original) The fusion protein of claim 30, wherein the heterologous 
peptide is a peptide tag. 

33. (Previously Amended) The fusion protein of claim 32, wherein the 
peptide tag is 6-His, thioredoxin, hemaglutinin, glutathione S-tranferase, or OmpA signal 
sequence tag. 

34. (Original) The fusion protein of claim 30, wherein the heterologous 
peptide is an agent that promotes polypeptide oligomerization. 

35. (Original) The fusion protein of claim 34, wherein the agent is a leucine 

zipper. 

36. (Original) A cellulase-substrate complex comprising the isolated 
polypeptide molecule of claim 28 bound to cellulose. 

43. (Original) A composition comprising the polypeptide molecule of claim 
28 and a carrier. 

44-46. (Previously Cancelled) 



